The genus Burkholderia encompasses both pathogenic (including Burkholderia mallei and Burkholderia pseudomallei, U.S. Centers for Disease Control and Prevention Category B listed), and nonpathogenic Gram-negative bacilli. Here we present full genome sequences for a panel of 59 Burkholderia strains, selected to aid in detection assay development.
a respiratory infection mimicking tuberculosis, while B. mallei generally infects horses, causing glanders. The listing of these bacteria as potential biothreats is due to their easy availability (B. pseudomallei is often recovered from soils in regions where it is endemic), their ability to cause severe and often fatal disease, multiple routes of infection, native antibiotic resistance, lack of available vaccines, wide host range, and ability to persist in the environment for weeks to years (3) (4) (5) (6) (7) (8) (9) . B. mallei was reportedly used as a biological weapon on several occasions (10) (11) (12) (13) (14) ; however, while B. pseudomallei was investigated for its use as a bioweapon, there are no reports that it has been employed in this fashion (5, 11) . Other Burkholderia species are opportunistic pathogens (e.g., the Burkholderia cepacia complex [Bcc] that adversely affects cystic fibrosis patents [including 7 species sequenced here]), plant pathogens (such as Burkholderia gladioli) and/or common soil microorganisms. Here we present full genome sequences of 59 strains useful for detection assay development, including both species that should be detected (inclusivity) and those that should not be (exclusivity).
Draft genome assemblies included two or more data sets (specific data types and coverages are listed in the NCBI records): Illumina (short-and/or long-insert paired data), Roche 454 (long-insert paired data), and PacBio long reads. Short-and longinsert paired data were assembled together in both Newbler and Velvet, and computationally shredded into 1.5-kbp overlapping shreds. If the PacBio coverage was 100ϫ or greater, the data were assembled using PacBio's Hierarchical Genome Assembly Process (HGAP) (15) . All data were additionally assembled together in Allpaths whenever possible (16) . Consensus sequences from both HGAP and Allpaths were computationally shredded into 10-kbp overlapping pieces. All shreds were integrated using Phrap. Possible misassemblies were corrected and repeat regions verified using in-house scripts and manual editing in Consed (17) (18) (19) . All of the genomes were assembled into finished-quality complete genomes (20) . Each genome assembly was annotated using an Ergatisbased (21) workflow with minor manual curation.
Genome assemblies range from 5.4 to 9.7 Mb ( Table 1 , mean 6.96 Ϯ 0.014 Mb), with two or three chromosomes and up to three plasmids. As expected for the genus, the GϩC content was high, averaging 67.7%.
Nucleotide sequence accession numbers. Accession numbers for all 59 genomes are listed in Table 1 . a Contig count is listed only for genomes at Improved High Quality Draft (IHQD) quality; all others are finished (20) . b E, exclusivity strain; I, inclusivity strain. c CDS, coding sequence.
